
31 ATGGCCAACAAGCTGAGGAAATCGAACGCCATCGAATGGGCCACGGCCACCGGCACAGTACCGCTCCTGGAAAGGAGCTGCTGCCACAGC 

1 MANKLRKSNAI EWATATGTVPLLERSCCHS 

9 1 GAGGACGCCGCACTGGAGCCCCAAGCGAGCAAAACCAGCCATAGAGAACAAGCCCCCATCCTGCGCCACCTGAGCCAACTGAGCCACCTG TM 

31 EDAALEPQASKTSHREQAP I LRHLS Q L S H L 

181 CTCATCATCGCCGGACTGCTGATCGTCTGCTTGGCGGGCGTGACGGAGGGCCGCCGGCATGCGCCGCTCATGTTCGAGGAGTCCGACACG 

61 LI IAGLLIVCLAGV TEGRRHAPtiM. F EESDT 

271 GGCAGGCGGTCCAACCGACCAGCGGTCACCGA ATGCCAGTTTGGCAAAGTTTTGCGCGAATTGGGGTCCACCTGGTATGCGGATTTGGGT ^ 

91 GRRSNRPAVTE |C Q F G K V L R E? L G S T.W Y A D L G| 

361 CCACCCTTCGGAGTTATGTACTGCATCAAGTGTGAATGTGTGCGCATACCCAAGAAGCCjqCGCATCGTTGCACGCGTCCAGTGTCGCAAT I^tj-i 

121 jPPFGVMYCI KCECVA I PKKR R I V A R ' V Q C R N ~| r^*** 

451 ATCAAAAACGAGTGCCCGCCGGCCAAATGCGATGATCCCATCTCGTTGCCCGGAAAATGCTGCAAGACCTGTCCCGGCGATCG AAACGAT 

151 Iiknecppakcddpi slpgkccktcpgdrI N D 

* * J 

541 ACGGATGTAGCCTTGGATGTGCCCGTGCCCAATGAAGAGGAAGAGCGCAACATGAAACATTACGCTGCGTTGCTAACGGGCCGCACCTCC 

181 TDVALDVPVPNEEEERNMKHYAALLTGRTS 
* 

631 TATTTCCTCAAGGGTGAGGAAATGAAGTCCATGTACACCACCTACAATCCGCAGAATCTGGTGGCCACCGCCCGTTTCCTGTTCCACAAG 

211 YFLKGEEMKSMYTTYNPQNVVATARFLFHK 

7 21 AAGAATCTATACTACTCCTTCTACACCTCATCGCGAATCGGTCGTCCGCGTGCCATTCAATTCGTTGATGATGCGGGTGTAATCCTGGAG 

241 KNLYYSFYTSSRIGRPRAIQFVDDAGVILE 

811 GAGCATCAACTGGAGACCACCTTGGCGGGCACTCTCAGTGTCTATCAGAATGCCACGGGCAAGATCTGA 

271 EHQLETTLAGTLSVYANATGKI stop 



FIGURE 1 



vcri 



1 atggccaacaagctgaggaaatcgaacgccatcgaatgggccacggccaccggcacagtaccgctcctggaaaggagctgctgccacagc 

1 manklrksnai ewatatgtvpllerscchs 

9 1 gaggacgccgcactggagccccaagcgagcaaaaccagccatagagaacaagcccccatcctgcgccacctgagccaactgagccacctg tm 

31 edaalepqasktshreqapi l r „ h l 6, h s h l 

181 ctcatcatcgccggactgctgatcgtctgcttggcgggcgtgacggagggccgccggcatgcgccgctcatgttcgaggagtccgacacg 

61 li iagllivclagv tegrrha. p.lmfeesdt 

2 71 ggcaggcggtccaaccgaccagcggtcaccg aatgccagtttggcaaagttttgcgcgaattggggtccacctggtatgcggatttgggt ^ 
91 grrsnrpavt e |cqfgkvlrelgstw^adlg| 

361 ccacccttcggagttatgtactgcatcaagtgtgaatgtgtgcgcatacccaagaagcggcgcatcg?tgcacgcgtccagtgtcgcaat 

121 |ppfgvmycikcecvaipkkrrivarvqcrn| 

151 IiknecppakcddpislpgkccktcpgdrI n d 

541 acggatgtagccttggatgtgcccgtgcccaatgaagaggaagagcgcaacatgaaacattacgctgcgttgctaacgggccgcacctcc 

181 tdvaldvpvpneeeernmkhyaalltgrts 

* 

6 31 tatttcctcaagggtgaggaaatgaagtccatgtacaccacctacaatccgcagaatctggtggccaccgcccgtttcctgttccacaag 
211 yflkgeemksmyttynpqnvvatarflfhk 

7 21 aagaatctatactactccttctacacctcatcgcgaatcggtcgtccgcgtgccattcaattcgttgatgatgcgggtgtaatcctggag 
241 knlyysfytssrigrpraiqfvddagvile 

811 GAGCATCAAGTGGAGArrACGTTGGCGGGCACTGTCAGTGTCTATGAGAATGrGAGGGnCAAGAT rGGGrGrGGr'TrGAGGGTArrTrTA 

271 ehqlettlagtlsvyanatgki Ig R G S R V P L I [ pUAS 

* * * > 0 

f Sequences 

901 gaggatctttctgaaggaaccttacttctgtcgtgtgacataattggacaaactacctacagagatttaaagctc taa 1 

3 01 [i d l c e g t l l l w c d i i g n t t y r 5 l k l 1 stop 



FIGURE 2 



1 ATGGCCAACAAGCTGAGGAAATCGAACGCCATCGAATGGGCCACGGCCACCGGCACAGTACCGCTCCTGGAAAGGAGCTGCTGCCACAGC 

1 MANKLRKSNAI EWATATGTVPLLERSCCHS 

9 1 GAGGACGCCGCACTGGAGCCCCAAGCGAGCAAAACCAGCCATAGAGAACAAGCCCCCATCCTGCGCCACCTGAGCCAACTGAGCCACCTG TM 

31 EDAALEPQASKTSHREQAPI LRHL.S g L S H L 

181 CTCATCATCGCCGGACTGCTGATCGTCTGCTTGGCGGGCGTGACGGAGGGCCGCCGGCATGCGCCGCTCATGTTC^AGGAGTCCGACACG 

61 LI IAGLLIVCLAGVTEGRRHAP. LMFEESDT 

, ^ ( , 4 ... 

2 71 GGCAGGCGGTCCAACCGACCAGCGGTCACCGAATGCCAGTTTGGCAAAGTTTTGCGCGAATTGGGGTCCACCTGGTATGCGGATTTGGGT^ 



91 GRRSNRPAVTE |C Q F G K VLRELGSTWY 



aTd l g] 

1 



361 ccacccttcggagttatgtactgcatcaagtgtgaatgtgtgcgcatacccaagaagcggcgcatcgttc^kcgcgtccagtgtcgcaa t 
121 |ppfgvmycikcecvaipkkrrivarvqcrn| 



V.CR1 :W->A 



4 51 ATCAAAAACGAGTGCCCGCCGGCCAAATGCGATGATCCCATCTCGTTGCCCGGAAAATGCTGCAAGACCTGTCCCGGCGATCG AAACGAT 
151 [iKNECPPAKCDDPI SLPGKCCKTCPGDr| N D 

* * J 

541 ACGGATGTAGCCTTGGATGTGCCCGTGCCCAATGAAGAGGAAGAGCGCAACATGAAACATTACGCTGCGTTGCTAACGGGCCGCACCTCC 
181 TDVALDVPVPNEEEERNMKHYAALLTGRTS 
★ 

631 TATTTCCTCAAGGGTGAGGAAATGAAGTCCATGTACACCACCTACAATCCGCAGAATCTGGTGGCCACCGCCCGTTTCCTGTTCCACAAG 
211 YFLKGEEMKSMYTTYNPQNVVATARFLFHK 

7 21 AAGAATCTATACTACTCCTTCTACACCTCATCGCGAATCGGTCGTCCGCGTGCCATTCAATTCGTTGATGATGCGGGTGTAATCCTGGAG 
241 KNLYYSFYTSSRIGRPRAIQFVDDAGVILE 



811 GAGCATCAACTGGAGACCACCTTGGCGGGCACTCTCAGTGTCTATCAGAATGCCACflGGrAAGAT rGGrrGrrjarTPaAGGGTArrTrTa 
271 EHQLETTLAGTLSVYANATG 



K I IgRGSRVPlI 



901 GAGGATCTTTGTGAAGGAACCTTACTTCTGTGGTGTGACATAATTGGACAAACTACCTACAGAGATTTAAAGCTC TAA 

301 Iedlcegtlllwcdi ig n t t y r d l k lTIstop 



[ Sequences 



FIGURE 3 



ATGGCCAACAAGCTGAGGAAATCGAACGCCATCGAATGGGCCACGGCCACCGGCACAGTACCGCTCCTGGAAAGGAGCTGCTGCCACAGC 
MANKLRKSNAI EWATATGTVPLLERSCCHS 



9 1 G AGG ACG C CGC ACTGG AG C C C C AAG CG AG C AAAAC C AG C C AT AG AG AA C AAG C C C C CAT C C TGCG C C AC CTG AG C C AA C TG AGC C AC CTG TM 
31 EDAALEPQASKTSHREQAPILRHLS Q L S H L 



181 
61 



CTCATCATCGCCGGACTGCTGATCGTCTGCTTGGCGGGCGTGACGGAGGGCCGCCGGCATGCGCCGCTCATGTTCGAGGAGTCCGACACG 
LI IAGLLIVCLAGVTEGRRHAPLMFEESDT 



271 
91 



361 
121 



451 
151 



541 
181 



GGCAGGCGGTCCAACCGACCAGCGGTCACCGAATGCCAGTTTGGCAAAGTTTTGCGCGAATTGGGCjTCCACCTGGTATGCGGATTTGGGT 



GRRSNRPAVTE CQFGKVLRELGSTWY-ADLG 



CCACCCTTCGGAGTTATGTACTGCATCAAGTGTGAATGTGTGCGCATACCCAAGAAGCGGCGCATCGTTGCACGCGTCCAGTGTCGCAAT 



|PPFGVMYCIKCECVAIP K K R R I ¥~^H R V Q C R N~ 



VCRl 



ATCAAAAACGAGTGCCCGCCGnCCAAATGCGATGATCCCATCTCGTTGCrcnGAAAATGCTGrAAGACCTGTP CrGGCGATr'p AAArPiAT 
[iKNECPPAKCDDPISLPGKCCKTCPGDRI N D 

* * J 

ACGGATGTAGCCTTGGATGTGCCCGTGCCCAATGAAGAGGAAGAGCGCAACATGAAACATTACGCTGCGTTGCTAACGGGCCGCACCTCC 
TDVALDVPVPNEEEERNMKHYAALLTGRTS 



631 
211 



TATTTCCTCAAGGGTGAGGAAATGAAGTCCATGTACACCACCTACAATCCGCAGAATCTGGTGGCCACCGCCCGTTTCCTGTTCCACAAG 
YFLKGEEMKSMYTTYNPQNVVATARFLFHK 



721 
241 



AAGAATCTATACTACTCCTTCTACACCTCATCGCGAATCGGTCGTCCGCGTGCCATTCAATTCGTTGATGATGCGGGTGTAATCCTGGAG 
KNLYYSFYTSSRIGRPRAIQFVDDAGVILE 



811 
271 



901 
301 



991 
331 



GAGCATCAACTGGAGACCACCTTGGCGGGCACTCTCAGTGTCTATCAGAATGCCACGGGCAAGATCGGCCGCGGCTCGAGGCAGCGCGGC 



EHQLETTLAGTLSVYANATGKI GRGSRNRG 

* * * 

CGCATCTT TTACCCATACGATGTTCCTGACTATGC GGG CTATCCCTATCACGTCCCGGACTATGC ACGATC CTATCCATATGACCTTCCA 
R I F |YPYDVFDYa| G |yPYD VPDYa1 G S [Y P Y D V P~"[ 

GATTACGC TGCTCAGTGCGGCCG CGATTATACGGACGACGACGACAA ATCA 
|D Y A| A N C G R |DYKDDDDK| stop 



pi AS/PCR 



SX-HA 
IX-FLAG 



FIGURE 4 



Sequence Range: 1 to 222 

10 20 30 40 50 60 70 

Nog protei MDHSQCLVTIYALMVFLGLRIDQGGCQHYLHIRPAPSENLPLVDLIEHPDPIYDPKEKDLNETI^LRTLMVGHFDP 

SuperSog P 26 0270 280 

[ 71 ] iqfvddagvlle — EhqLetTLagTLsV- -yqn 

a^a^a ^- ^ A A - A A w A A y A AA v 
VDLIEHPDPIYDPKEKDLNETLLRTLMVGHFDP 
Nog protei ^ 

90 100 110 120 130 140 150 

* 

Nog protei ILPEERLGVEDLGELDLLLRQKPSGAMPAEIKGLEFYEGLQSKKHRLSKKLRRKLQMWLWSQTFCPVLYTWNDLG 

SuperSog P 300 310 pUAS Vector 

[ 71 ] IgrgsRvplEDLcEgtLLLw> 

A \ A v- AAAA 

Nog protei ILPEERLGVEDLGELDLLLR 

170 180 190 200 210 220 

* 

Nog protei RYVKVGSCYSKRSCSVPEGMVCKAAKSMHLTILRWRCQRRVQQKCAWITIQYPVISECKCSC 
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-351 ATATTAGATGGACATGCATAATAATTATTCATGTAACTATGTGATTTTCATTTT ACACGA GGTGTAAGTCAGAATTTAAAATTCTTAAAA 
-261 ATTGCAATCACGGCTTATTGTACATATTTATGTATGCGATCTCATTATTATTATTATTATTATTTGATAATATATTAGCAGCTGTTCAAA 
-171 TCATCAACAAGTATAAAATTGAAAATGTTAAAAATTGAAGCAGTCTTGGGTTTGCCTGCAACATGTTGCTGCCGATCGTTAGATqTTGCT 

20.4 cDNA start 



.GATCj^T 



- 8 1 GCTGCATGTTGCCGCTGCATGTTGCCGTTGCATGTTGCCGCCGTTTGGCAACTTTATAAACACGGAGCGGATICAGTCttal^GGltCAG 

10 TCGCTCTTGAATTGCGTGGGATTGCACATCGGTCGTTCGGCTTTTTGGGTTCGGCATTTAGAGAGATAGGATACGATCCGATACGATCCG 

100 ATCCAGTACAAAAATCAAATTCAAACCGCACTCCCGATCCGGTCGCCATCATATACACGGCGGCTCGC ACCGCAGCT ATCTAGTAGATAA 

190 AAAGTCGCCGAGAACGCAGTACGCATATAGCGAAACGCCAAAAAAATAAAAAAAAAAGTCGCGTTGTCfeXAAtCCCTCCTCATACGAGAT 

2 8 0 CGACTCTATTTTCCAGAGCAAGCTAAACACACTAGTGCTAAACCATAACTATATATCTAACTAAGGAAAACAAAGTCTCGAAACTGAAAA 

3 70 CGAAAAGCGCAAATTTATGCAGCCGCTAAATAAAAACAGAAACCAAAACATAAAACACACTATACAAATCATACAAAACAAAA^AGCGA 

4 6 0 ATCAAATAGTATAAAAAAAAAATAAATAAATGAGGAATAAAAAAACAGGCAAATAGAATAAATCCAATAAATCGGCGCGCGAAACTCGCG 

5 5 0 TGTGTTATCTAATCTGCAAGAGAAGTACAAGAATCGGGTATAGAATCGGCTCTATACTATATCTATACACCTG^tAWATCTATATCCATT 
64 0 GTGTGTGCCAGTGTGTGCGTGGCGACCTTTGTTTTTATATATTTTTTGTTGTTGTTCATACTGTGAAACGTGCTTTTTACAAGCCGGTCG 
73 0 TTCAAAATACAAAATACTACAAATCAAATCAAATCATATACACATACATATCAGTAAAAACAAAACAAAAAACACAT AAAC ATGGCCAAC 

1 MAN 

8 2 0 AAGCTGAGGAAATCGAACGCCATCGAATGGGCCACGGCCACCGGCACAGTACCGCTCCTGGAAAGGAGCTGCTGCCACAGCGAGGACGCC 

4 KLRKSNAI EWATATGTVPLLERSCCHSEDA 

910 GCACTGGAGCCCCAAGCGAGCAAAACCAGCCATAGAGAACAAGCCCCCATCCTGCGCCACCTGAGC CAACTGAGCCACCTGCTCATCATC TM 

34 ALEPQASKTSHREQAPILRHLSQLSHLLI I 

10 0 0 GCCGGACTGCTGATCGTCTGCTTGGCGGGCG TGACGGAGGGCCGCCGGCATGCGCCGCTCATGTTCGAGGAGTCCGACACGGGCAGGCGG 

64 AGLLIVCLAGVTEG R R HAPLMFEESDTG R R 

Splice 

10 90 TCCAACCGACCAGCGG rCACCGAATGCCAGTTTGGCAAAGTTTTGCGCGAATTGGGGTCCACCTGGTATGCGGATTTGGGTCCACCCTTC 

94 snrpav|te ICQFGKVLRELGSTWYADLGP PF~| 



118 0 GGAGTTATGTACTGCATCAAGTGTGAATGTGTGGCGATACCCAAGAAGCGGCGCATCGTTGCACGCGTCCAGTGTCGCAATATCAAAAAC 

124 |UVMYCIKCECVA IPKKRR I VARVQCKN I KM | 

12 7 0 GAGTGCCCGCCGGCCAAATGCGATGATCCCATCTCGTTGCCCGGAAAATGCTGCAAGACCTGTCCCGGCGATCGAAACGATACGGATGTA 
154 | hi C ¥ F A K U u U f l s h P G K I ! U K T L ' P U U R | N D T D V 

* * * 

13 6 0 GCCTTGGATGTGCCCGTGCCCAATGAAGAGGAAGAGCGCAACATGAAACATTACGCTGCGTTGCTAACGGGCCGCACCTCCTATTTCCTC 
184 ALDVPVPNEEEERNMKHYAALLTGRTSYFL 

14 5 0 AAGGGTGAGGAAATGAAGTCCATGTACACCACCTACAATCCGCAGAATGTGGTGGCCACCGCCCGTTTCCTGTTCCACAAGAAGAATCTA 
214 KGEEMKSMYTTYNPQNVVATARFLFH K K N L 

154 0 TACTACTCCTTCTACACCTCATCGCGAATCGGTCGTCCGCGTGCCATTCAATTCGTTGATGATGCGGGTGTAATCCTGGAGGAGCATCAA 

244 YYSFYTSSRIGRPRAIQFVDDAGVILEEHQ 

163 0 CTGGAGACCACCTTGGCGGGCACTCTCAGTGTCTATCAGAATGCCACGGGCAAGATCTGCGGTGTCTGGCGACGAGTTCCACGTGATTAC 

2 74 LETTLAGTLSVYQNATGKI CGVW R R V P R D Y 

* * * 

17 2 0 AAGCGCATCCTGCGCGACGATCGTCTCCATGTTGTCCTCCTCTGGGGCAACAAACAGCAGGCCGAGTTGGCTCTGGCCGGAAAGGTGGCC 

3 04 K R I LRDDRLHVVLLWGNKQQAELALAGKVA 

1810 AAATACACGGCCCTGCAGACGGAGTTGTTCAGTTCGCTACTGGAGGCACCACTTCCCGATGGCAAAACGGATCCCCAGCTGGCCGGAGCC 

334 k y t a l q t E LF S S LLEAPLPDG KTD PQ LAGA 

190 0 GGTGGCACAGCGATCGTGTCCACCAGCAGCGGTGCCGCCTCATCGATGCATCTCACCCTGGTCTTCAATGGTGTCTTTGGTGCCGAGGAG 

364 GGTAIVSTSSGAASSMHLTLVFNGVFGAEE 

19 9 0 TACGCCGATGCAGCACTGAGTGTGAAAATTGAGCTGGCAGAACGGAAGGAGGTGATCTTCGATGAGATTCCACGTGTGCGCAAACCCTCT 

394 YADAALSVKI ELAE R K EVIFDEIPRV R K P S 

2 08 0 GCCGAGATCAATGTCCTGGAGCTGTCGTCGCCCATTTCCATACAGAATCTTCGACTGATGTCGCGTGGCAAACTCCTGCTGACCGTGGAG 

424 AEINVLELSSPI SIQNLRLMSRGKLLLTVE 



>CR1 



217 0 TCCAAGAAGTACCCACATCTGCGCATCCAGGGACACATCGTGACCCGAGCCAGCTGCGAAATCTTCCAGACCCTGCTGGCGCCGCACAGT 

4 54 S K K YPHLRIQGHIVTRASCEIFQTLLAPHS 

2 2 6 0 GCCGAATCCTCGACCAAGAGCAGCGGTTTGGCGTGGGTCTACTTGAACACCGATGGATCTCTGGCCTACAACATCGAAACGGAGCACGTG 

484 AESSTKS. SGLAWVYLNTDGSLAYNI ETEHV 

2 3 5 0 AACACCCGGGATAGGCCCAACATCAGTTTGATTGAGGAGCAGGGCAAGCGGAAGGCCAAGCTGGAGGATCTGACGCCGAGCTTCAACTTC 

514 NTRDRPNISLI EEQG K R K AKLEDLTPSFNF 

* * * 

24 4 0 AACCAGGCCATTGGTAGTGTGGAGAAGTTGGGTCCCAAGGTCCTCGAGTCGCTGTATGCCGGCGAACTGGGCGTTAATGTGGCCACCGAG 

544 NQAIGSVEKLGPKVLESLYAGELGVNVATE 



kSRl 
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2 53 0 CATGAGACGAGCCTGATCCGTGGCCGCCTAGTGCCCCGTCCAGTGGCCGATGCTCGGGACTCGGCGGAACCCATTCTGCTGAAGCGACAG 
574 HETSLIRGRLVPRPVADARDSAEPILL K R Q 



2 62 0 GAGCACACGGATGCACAGAATCCACATGCCGTCGGCATGGCCTGGATGTCCATTGACAACGAGTGCAATCTGCACTACGAqGTGACGCTC 

604 EHTDAQNPHAVGMAWMS IDNECNLHYE'&TL 

2 710 AA CG GT G TG C C C G C C C AGG AT CTG C AG CTG T AT CTGG AGG AG AAG C C CAT CG AGG C G AT T GG AG CG C C AG TG ACG AGG AAAT TG C T CG AG 

634 NGVPAQDLQLYLEEKPI E A I G A P V, T , R K L L *E §R2 

2 800 GAATTCAACGGCTCCTATCTGGAAGGCTTCTTCCTCAGCATGCCATCCGCCGAACTGATCAAGCTGGAGA^GAGCGTCTGCTATOTGGAG 

664 EFNGSYLEGFFLSMPSAELIKLEM SVCY TE 



2 8 90 GTCCATTCCAAGCACTCCAAACAGCTTCTGCTGCGCGGCAAACTGAAGAGCACCAAGGTGCCGGGTCACTGCTTCCCCGTCTATACGGAC 

6 94 VHSKHS KQLLLRGKLKS TKVPGHC F PVYTD 

2 980 AACAATGTTCCCGTGCCTGGCGACCACAATGATAACCATTTGGTGAACGGAGAGACCAA GTGCTTTCACTCCGGACGCTTCTACAACGA A^ 

724 NNVPVPGDHNDNHLVNGETK ICFHSGRFYNE 



3 0 7 0 TCGGAGCAGTGGCGCAGTGCCCAGGATTCCTGTCAGATGTGCGCCTGTTTGCGTGGCCAATCCAGTTGCGAGGTGATCAAGTGTCCGGCT 
754 |SEQWRSAgDSCQMCACL K ' CQSgCaV I K C P A" 



CR2 



3160 CTCAAGTGCAAGTCCACGGAGCAACTGCTTCAGCGTGATGGTGAATGCTGTCCCAGCTGTGTGCCCAAGAAGGAGGCCGCCGACTATTCA 

784 [LKCKSTEQLLQRDGECCP5CVP K TT~| E A A D Y S 

3 2 5 0 GCGCAATCCTCGCCAGCCACCAATGCCACCGATTTGCTGCAACAGCGACGCGGCTGCCGCCTGGGCGAGCAGTTCCATCCCGCCGGTGCC ^ 

814 AQSS PATNATDLLQQ R R G [CRLGEQ FHPAGA 

* * # 

3340 agttggcatccattcctgccgcccaatggcttcgatacctgcaccacctgcagctgcgatcccctgaccctcgagattcgctgtccccgg 

844 IswhpflppmgfdtcttcscdpltleircprI 

3430 ctcgtctgcccgccgttgcagtgcagcgagaagtgggcctatcgtccagacaagaaggcatgctgcaagatctgtccggagggcaag cag 

8 74 |lvcp plqcs eklayr pdkkaccki cpegk[ q 

3 5 2 0 AGCAGTTCCAATGGACACAAGACGACGCCGAACAATCCCAATGTGCTGCAGGATCAGGCCATGCAGCGATCGCCGAGTCACAGTGCCGAG 

904 SSSNGHKTTPNNPNVLQDQAMQRS PSHSAE 

3 610 GAGGTTCTGGCCAACGGCGGATGCAAGGTGGTCAACAAGGTGTACGAGAACGGCCAGGAGTGGCATCCGATCCTGATGTCCCACGGCGAG 

934 E V L A N G G jCKVVNKVYENGQEWH P I LMSHGE 



3 700 CAGAAGTGCATCAAGTGCCGCTGCAAGGACTCCAAGGTGAACTGCGATGCCAAGCGCTGCTCCCGCTCCACGTGCCAGCAGCAGACACGC 
964 |QKCIKCRCKDSKVNCDA K R CSRSTCQQQtR 



JCR4 



3 790 gtgaccagcaaacggcgtctgttcgagaaaccggacgcagctgctccggccatcgatgagttctgctccacccagtgccggagatcgagg 
994 Ivtskrrlfekpdaaapaidefcstqcrrsr 



3 8 8 0 CGCCACCACAAGAGGCAGCCGCATCATCAGCAGCGATCCTCCAGCTGAGCGGCTCCACGTGACGGATGGGATCCCAATCCAGTATCAGAT 

102 4 R H H K R QPHHQQRSSS end 

3 97 0 CCTTGGCGGCAGGGGAGCGAACCAATCACTCACTCACTCACCACCACTCAGTGTACTCAGTGTGCACCACCCAAACACACACACACACAC 

4 06 0 ACACACACAACCACACAACACTCACACCCACATCTACACAGACACACAGACAGCCACAAAAGCGAACGCGCACACAGACTTGTGCAAGGA 
415 0 GTTGCATAGATCGTTGTTGCTATCTTATCATGTGGCAGCAATGAGAACTTGTATTATATATATGAATCACGGAGGAGAAAACGTAGGAGA 
4 24 0 GAAATCTCACAAAAAATATATATATCTTATGGAGGAAAACGGTAGTAATAGAGAGAGAGAGAGAGGGAAGGAGAGAGTCTAATGAGATCC 
4 33 0 TTGGAAAAGGACATTAAAACCAGTGCAGTTTGCTTTAAATTCTCCAGCGCAGAATTTTCTATTGAAAGCATTTTCTGAATTTCTTTTCGC 
44 2 0 AGTTACCCCACCCGTGTAACCCAATCCCCTCCCCTCCCCAACCAACAAACACCCAAAAAAAAAAACTAAAAACATTAAAATACAATTTTA 
4 510 ATTTATTACAAAACAAAAAACAAAAAAAAAAAA 
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